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Abstract
Widespread and continuing losses of tropical old-growth forests imperil global biodiversity and alter global carbon (C) cycling. Soil
organic carbon (SOC) typically declines with land use change from old-growth forest, but the underlying mechanisms are poorly
understood. Ecological restoration plantations offer an establishedmeans of restoring aboveground biomass, structure and diversity of
forests, but their capacity to recover the soil microbial community and SOC is unknown due to limited empirical data and consensus
on the mechanisms of SOC formation. Here, we examine soil microbial community response and SOC in tropical rainforest
restoration plantings, comparing them with the original old-growth forest and the previous land use (pasture). Two decades post-
reforestation, we found a statistically significant but small increase in SOC in the fast-turnover particulate C fraction. Although the
δ13C signature of the more stable humic organic C (HOC) fraction indicated a significant compositional turnover in reforested soils,
from C4 pasture-derived C to C3 forest-derived C, this did not translate to HOC gains compared with the pasture baseline. Matched
old-growth rainforest soils had significantly higher concentrations of HOC than pasture and reforested soils, and soil microbial
enzyme efficiency and the ratio of gram-positive to gram-negative bacteria followed the same pattern. Restoration plantings had
unique soil microbial composition and function, distinct from baseline pasture but not converging on target old growth rainforest
within the examined timeframe. Our results suggest that tropical reforestation efforts could benefit from management interventions
beyond re-establishing tree cover to realize the ambition of early recovery of soil microbial communities and stable SOC.
Keywords Mixed-species plantations . Soil fungi and bacteria . Soil carbon sequestration . Microbial function and composition .
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Introduction
Globally, the extent of old-growth forests is shrinking and the
area of human-altered and secondary forests is increasing,
with the changes particularly rapid in the tropics [1]. Global
carbon (C) cycling and biodiversity are perturbed by the
changes in forest cover [2, 3], but the extent of perturbation
remains under debate, largely because of contention over the
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capacity of plantations and secondary forests for C sequestra-
tion and biodiversity conservation [3–5]. Belowground pro-
cesses remain poorly studied and are a major knowledge gap
that hinders the holistic understanding of the current and fu-
ture value of secondary forests. Land use change from old-
growth to other types of forest appears to consistently catalyse
soil organic matter (SOM) loss [6, 7], compromising soil
structure, fertility and C sequestration [8, 9].
Ecological restoration plantations appear to balance above-
ground biodiversity and C sequestration goals, often demon-
strating a strong capacity for reinstating aboveground rainforest
structure and species richness within a few decades of estab-
lishment [5, 10–12], although floristic composition is difficult
to recover even when planting many locally native tree species
at high density [5, 12]. The efficacy of ecological plantings for
soil restoration is less understood. No consistent pattern for
SOM recovery in the first few decades post-planting has
emerged [13–17], although soil structure may change rapidly
[13, 18]. Recovery of soil microbial communities through forest
restoration is particularly poorly studied [but see 19], with
claims of high microbial plasticity and functional redundancy
allowing rapid functional response to land use change [20, 21]
conflicting with evidence of legacy effects of former land use
on soil microbial traits many decades on [22, 23].
Poor understanding of soil microbiological responses to for-
est restoration is not only a knowledge gap from the perspective
of biodiversity conservation—forest soils are among the most
species diverse systems on Earth [24]—but substantially obfus-
cates the potential for recovery of SOM and related ecosystem
services from investment in forest restoration. Soil microbes are
responsible for decomposition of SOM [25], their biomass and
residues are primary chemical precursors of SOM [26–30], and
soil microbial community composition may affect the fraction
of plant litter that becomes microbial SOM precursor material
[31]. A compelling argument can therefore be made that soil
microbial traits and SOM formation are strongly coupled, but
whole-system benefits of investment in active forest restoration
cannot be accurately anticipated because of the paucity of em-
pirical study of soil biological, chemical and physical responses
to ecological restoration planting.
Agroecosystems generally harbour lower SOM levels than
forest ecosystems [6], but the mechanisms for SOM loss with
conversion to agriculture are disputed. Well-supported hy-
potheses for SOM losses in agricultural soils include soil dis-
turbance through tillage, lower quantities and altered chemical
composition of plant residues and use of inorganic fertilizers
[6, 32–34]. However, recent work [29, 35] has laid the foun-
dations for a working model that explains patterns of SOM
under agriculture and forests. The model predicts that simul-
taneous supply of labile substrates, which can be metabolized
comparatively efficiently, and of diverse and recalcitrant plant
litters, which provide conditions that favour a more efficient
microbial community [36, 37], minimizes C loss via
respiration and increases supply of microbe-derived SOM pre-
cursor compounds. The model explains low SOM levels un-
der agricultural land uses as primarily caused by (i) soil dis-
turbance subjecting more soil C to decomposition and erosion
while disfavouring microbes that are slow-growing, oligotro-
phic and metabolically efficient [38], and (ii) the presence of
plant residues that are chemically too homogeneous to pro-
mote a functionally diverse microbial community. The model
yields the management recommendation that increasing SOM
under conditions of low soil disturbance will depend on max-
imizing soil microbial functional diversity, through maximiz-
ing the phylogenetic and/or functional diversity of plant litter.
Here, we investigate soil under mixed species plantings (4–
34 years since planting) and evaluate recovery relative to ref-
erence soils under pasture and rainforest. Specifically, we as-
sess the applicability of the abovementioned working model
of SOM formation in the tropics, and examine the efficacy of
restoration plantings for reinstating microbial composition
and function. The choice of pasture as an agricultural soil
eliminates the potentially confounding factors of tillage and
low litter inputs, allowing a targeted evaluation of the inter-
play between land use, microbial community, and SOM.
Further, we targeted pastures that were not subject to regular
application of inorganic fertilizers and were actively grazed at
a low to moderate intensity. We hypothesised that SOM and
microbial efficiency would be highest under remnant
rainforest, lowest under pasture and intermediate under resto-
ration plantings.
Materials and Methods
Study Sites
The study design compared soils from under mixed species
plantings and two reference conditions: pastures (representing
the baseline prior to reforestation) and rainforest (representing
the baseline prior to clearing for pasture, as well as a hypo-
thetical endpoint of reforestation). All sites were located
across uplands in tropical north-eastern Australia (16.56–
17.43 S, 145.36–145.65 E). The study region consists of a
mosaic of pasture, cropland and small patches of plantations,
secondary forest and remnant complex notophyll and meso-
phyll forest [5].
Nineteen 0.3-ha plots distributed across eight sites were
sampled for soil microbial traits and SOM content. Each site
consisted of two matched plots: a reference pasture and a
mixed species planting. Three sites also included a matched
plot in reference rainforest. All but two of the pasture sites
were actively grazed at a low to moderate intensity, and
consisted largely of the grass species Urochloa decumbens
(Stapf) R.D.Webster. Reference rainforest sites had a closed
canopy > 25 m in height and a high diversity of structural
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features, life-forms and tree species. The mixed species plant-
ings were established by landholders or regional land care
groups using a high diversity (20 species or more) of native
tree seedlings in excess of 1000 stems per hectare and ongoing
weeding until canopy closure (about 3–4 years) (landholders,
personal communication), akin to the ‘environmental restora-
tion plantings’ described by Kanowski and Catterall [10].
Plantings were excluded from grazing since establishment
and ranged in age from 4 years old to 34 years old, with a
mean of approximately 17 years (Fig. S1).
The eight sites were selected from a larger pool of candidate
sites with the criteria of ensuring that plots in the contrasting land
uses were well matched within each site for aspect, slope, soil
type to two metres depth, and land use history, which typically
was at least 30 years of active pasture since original forest clear-
ing. Pastures were fertilized upon establishment but were not
subject to regular fertilization thereafter (landholders, personal
communication). Across the study sites, elevation ranged from
600 to 1000 m, mean annual temperature minima and maxima
ranged from 14.4 to 15.6 °C and 25.3 to 26.0 °C respectively,
and mean annual precipitation ranged from approximately 1400
to 2000mm (station numbers 031034, 031193, 031029, 031184,
031183, Australian Bureau of Meteorology). The dominant soil
types sampled were acidic Rhodic Ferralsols and Dystric
Cambisols (FAO soil classification system), with pH values
ranging from 4.2 to 6.5.
Soil Assessment
For microbial analyses, topsoil cores were collected from nine
evenly spaced locations in each plot, which were subsequently
pooled into three bulked samples per plot. These samples were
kept field-moist for 2 weeks to ameliorate confounding effects
of labile C [39] before acclimation in soilmicrocosms for 3 days
at 27 °C, 90% humidity and 60% water holding capacity, in
order to control for variations in soil microclimate conditions
between land uses. This involved 40–45 g soil placed unsieved
into microcosms constructed from 50-mL centrifuge tubes [40]
and incubated in the dark (Clayson Incubator, Clayson
Laboratory Apparatus Pty Ltd., Narangba, QLD, Australia).
Respiration was measured twice over 2 days in five micro-
cosms for each treatment using a procedure detailed by Bonner
et al. [31]. Briefly, agar gel was used to set cresol red indicator
solution [41, 42] in a breakable 96-well plate and the individual
wells were placed for 2 h inside the microcosms, temporarily
sealedwith rubber stoppers as per Brackin et al. [39], after which
the wells’ absorbance at 590 nm was read (Powerwave XS
Spectrophotometer, Bio-Tek, USA). Microcosms were harvest-
ed after respiration was measured, by passing the soil through a
1.4-mm sieve for subsequent analysis of enzyme activity, func-
tional profile and phospholipid fatty acids (PLFA). To estimate
total hydrolytic enzyme activity (in five subsamples for each
land use replicate), we used the fluorescein diacetate (FDA)
colourimetric assay [43], which spectrophotometrically mea-
sures colour development resulting from hydrolysis of
colourless FDA (by a very broad array of enzymes) into
coloured fluorescein. Dividing enzyme activity by respiration
calculates a type of enzyme efficiency (hydrolysis per C loss
to respiration), an aspect of microbial efficiency that has been
assessed in a variety of ways previously [31, 37, 44, 45].
Topsoil cores (0–10 cm) were collected from 10 locations
per plot, passed through a 2-mm sieve, and analysed for total
soil organic carbon (SOC) content using high temperature
combustion (TruMac CN, LECO Corporation, St. Joseph,
MI). Samples were first tested for presence of inorganic C
(IC) using 1 M HCl, with any soil testing positive to presence
of IC treated with H2SO3 prior to analysis of organic carbon
content. Soil from the abovementioned microcosms was fur-
ther sieved to a fine particle size (≤ 50 μm), representing the
humus fraction proposed by Skjemstad et al. [46]. The proce-
dure, outlined in Baldock et al. [47], disperses a 10-g sample
using 5 g L−1 sodium hexametaphosphate solution, which is
passed through a 50-μm sieve using an automated wet sieving
system. The sample is lyophilised until completely dry, then
finely ground using a Retsch MM400 Mixer Mill (RETSCH
GmbH, Haan, Germany) to homogenize the sample. Total
organic C content, δ13C, total N content and δ15N were esti-
mated on the humus fraction using isotope ratio mass spec-
trometry (IRMS) [48]. Humus-fraction organic C (HOC) δ13C
signatures allow estimation of HOC composition turnover un-
der plantings, as lower values at a given age correspond to a
faster replacement of C4 pasture-C with C3 tree-C [33]. Coarse
(particulate) organic C (POC) was determined as the differ-
ence between the total organic carbon content of the ≤ 2 mm
soil and HOC. Both POC and HOC fractions determined this
way are liable in general to include a ‘resistant’, fire-derived
fraction [47], but with the lack of fire history in the studied
sites since plantation establishment, this fraction was unlikely
to accumulate following reforestation and was not measured
here. Soil bicarbonate-extractable P (‘Colwell-P’) was deter-
mined by method 9B2 of Rayment and Lyons [49].
The MicroResp system [42] was used to functionally pro-
file the microbial communities. As this technique assesses
respiratory responses to added substrates, which is just one
aspect of catabolic activity, its capacity to characterize holistic
soil microbial function is unknown, but it has proven an effi-
cient method for catabolically discriminating distinct soil mi-
crobial communities. After adding circa 300 mg unsieved soil
per well to deep-well microplates, 15 organic substrates (each
dissolved in distilled water) and a distilled water control were
added, each substrate to six wells for six technical replicates.
Quantities of C and water added were kept consistent between
substrates. Cresol red indicator set in agar gel, as summarized
above, was used to estimate CO2 evolved during the 12-h
following substrate additions. Sugars (glucose, fructose, su-
crose), carboxylic acids (citric acid, α-keto-butyric acid),
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phenolic acids (vanillic acid, syringic acid), amino acids (phe-
nylalanine, tryptophan, asparagine, glutamine, glycine), a di-
peptide (glycine-phenylalanine), an amino sugar
(glucosamine) and phytic acid dipotassium salt were chosen
as compounds naturally occurring in soil that span a spectrum
of lability and may be used variously as energy or nutrient
sources.
Soil microbial composition was evaluated with PLFA anal-
ysis as per Bossio and Scow [50] on three pooled soil samples
for each land use replicate. The capacity of this method to
provide quantitative assessment of relative biomass of micro-
bial groups made it preferable to genomic methods for the
purposes of this study, where high taxonomic resolution was
not a priority. Fatty acids thought to be of bacterial origin
(i15:0, a15:0, 15:0, i16:0, 16:1ω7, i17:0, a17:0, cy17:0,
17:0, 18:1ω7 and cy19:0) were summed to calculate an index
of bacterial biomass and 18:2ω6,9 provided an index of fun-
gal biomass [51]. The fatty acids i15:0, a15:0, i16:0, i17:0 and
a17:0 were used to estimate gram-positive bacterial biomass,
and the fatty acids 16:1ω7, 18:1ω7, cy17:0 and cy19:0 were
used to estimate gram-negative biomass [52]. The fatty acid
10me18:0 was used as an index of actinomycete biomass [53].
An index of microbial biomass was calculated as the sum of
microbial PLFAs, which in turn allowed calculation of the
quotient of respiration (qCO2, the respiration-to-biomass ra-
tio), and the ratio of microbial biomass to soil organic C (Cmic/
Corg), both of which have been used as metrics of soil micro-
bial health [54, 55].
Statistics
All statistical analyses were performed using R, version 3.2.4
(http://www.r-project.org/), with the packages ‘ggplot2’,
‘multcomp’, ‘car’, ‘plyr’, ‘MuMIn’ and ‘vegan’ [56–61].
To adjust for differences in baseline respiration in the
MicroResp responses, values obtained from wells with
only water added were subtracted from all other values,
and resultant values were divided by the sum of responses
for the sample [62]. Shannon’s diversity index was calcu-
lated from respiratory responses across the substrates
using the equation E = − ∑ipi ln pi, where pi is the respi-
ration induced by the i:th substrate expressed as a propor-
tion of the sum of all respiration rates.
Linear mixed-effects models, Analysis of Variance and
Tukey’s honest significance test were used for model fitting
and testing. Optimal model selection was performed compu-
tationally using the ‘dredge’ function in the package
‘MuMIn’, which fits all possible models with all combinations
of predictors and ranks them according to AICc (corrected
Akaike Information Criterion). Only models passing diagnos-
tic tests for heteroscedasticity, non-normality and outlier le-
verage were retained. Pairwise comparisons of treatments for
significant differences were performed using Tukey’s honest
significance test. Pearson’s product-moment correlation test
was used to test suspected correlations between variables.
Responses of variables across land uses were assessed with
linear mixed-effects models with ‘site’ as a random grouping
variable. As the ‘planting’ land use was included in all models
as intercept, errors for this land use were standard errors of the
mean, while errors for the other two land uses were standard
errors of the difference from the ‘planting’ land use. Using this
approach, error bars of ‘pasture’ or ‘rainforest’ that do not
overlap the mean value for ‘planting’ represent a significant
difference of means.
The eight reforestation soils were not analysed as a
chronosequence as there was, in our view, insufficient repli-
cation within age classes to overcome spatial variation by site.
Considerably more of this background variation could be
partitioned out by pairing each reforestation plot within site
with adjacent baseline and (where applicable) old growth
rainforest, and analysing land use differences with mixed ef-
fects models, treating the eight reforestation soils as replicates
of a land use that averages 17 years in age.
The correlation between the matrices representing soil micro-
bial function (MicroResp responses) and composition (PLFA
values) was tested in 15-dimensional space directly using ordi-
nation into orthogonal axes followed by the Procrustes superim-
position permutation test, which has been shown to have greater
power and applicability than theMantel test [63–65]. The choice
of ordination was PCA (principal components analysis) after
Chord transformation, because Chord distance is appropriate
for this type of data, and Chord-transformed RDA (redundancy
analysis) demonstrated the best explanatory power for
constrained ordinations of this dataset [66] when compared with
Hellinger-transformed RDA or CCA (canonical correspondence
analysis). Chord-transformed RDAwith MicroResp data as re-
sponse and PLFA data as constraining axes followed by a per-
mutation significance test was used to corroborate Procrustes
results. Similarly, Chord-transformed data used in partial RDA
ordinations, with ‘site’ as conditioning variable, allowed visual-
ization of land use effects on microbial function and composi-
tion, and permutation tests on these ordinations allowed evalua-
tion of statistical significance. All permutation tests were per-
formed with 9999 permutations. Variance partitioning [67] was
used for estimating relative soil organic C explanatory power of
microbial function and composition combined (represented by
matrices of the first four and five principal components from the
abovementioned PCAs, respectively, together with enzyme effi-
ciency), land use and site.
Results
Soil organic C (SOC) content was highest in remnant
rainforest, lowest in pasture and intermediate in plantings
(Fig. 1a), which largely mirrored the pattern of particulate
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organic C (POC) (Fig. 1b). None of the SOC pools varied
significantly with plantation age. Humic organic C (HOC)
content did not significantly vary between soils from pasture
and mixed species plantings, but it was significantly higher in
reference rainforest soil (Fig. 1c). δ13C signatures of HOC
revealed a significant turnover of HOC since establishment
of plantings (Fig. 1d). Soil humic nitrogen (N) content follow-
ed the same pattern as HOC (Fig. 2a), while δ15N signatures of
humic N was similar across land uses (data not shown).
Extractable soil phosphorous was highest in pasture, interme-
diate in rainforest and lowest in plantings (Fig. 2b).
Variance partitioning allows evaluation of relative contri-
butions of predictors to a response variable and indicated that
most of the variation in HOC across sites and land uses could
be also explained by microbial composition and function (mi-
crobial traits) (Fig. 3). Land use explained 25.8% of the var-
iation in HOC, but of this only 6.5% was unique to this pre-
dictor, with the remaining 19.3% also explained by either site
(9.3%) or microbial traits (10%). Similarly, 17% of the varia-
tion in HOC could be explained uniquely by site, whereas
52% of variation in HOC was explained equally by microbial
traits and site, indicating substantial spatial variation in soil
microbial traits associated with HOC.
Permutation tests of Chord-transformed partial redundancy
analysis, controlling for random variation across sites, indicated
that pasture, mixed species plantings and reference rainforest
each had unique soil microbial composition (P < 0.001) and
function (P < 0.001) (Fig. 5). Microbial function and composi-
tion were significantly correlated across soils under the three
land uses (P < 0.001 from Procrustes superimposition test).
Although numerous rarefied microbial compositional
and functional characteristics, including fungal/bacterial
biomass ratio and Shannon’s functional diversity, were not
detectably different across land uses, differences were ob-
served with the ratio of gram-positive to gram-negative bac-
terial biomass, enzyme efficiency (microbial enzyme activ-
ity divided by respiration) (Fig. 5), and MicroResp respon-
siveness to compounds containing only energy (rather than
those containing nutrients) (Fig. 4b). These indices showed
the same signal as HOC, with significantly higher values in
reference rainforest than in pastures and plantings, which in
turn were indistinguishable (Figs. 4b, 5).
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Fig. 1 Topsoil (0–10 cm depth)
carbon (C) characteristics of pas-
ture, mixed species rainforest res-
toration plantings and reference
rainforest sites in tropical north-
eastern Australia. The first three
panels depict organic C content
(%) associated with a the sum of
all organic forms of C present in
≤ 2 mm soil, b the coarse
(particulate) fraction (50–
2000 μm particles) and c organic
C associated with the fine
(humus) fraction (≤ 50 μm parti-
cles). The fourth panel depicts d
δ13C of humic organic C HOC
(‰) with particle size below
50 μm. Error bars for plantings
represent standard error of the
mean, while errors bars for the
two other land uses represent
standard errors of difference from
revegetation (see the ‘Statistics’
subsection of the ‘Materials and
Methods’ section for more detail).
Letters above bars represent
Tukey’s honest significant
differences
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Discussion
We compared soil organic C and microbial communities un-
der rainforest restoration plantings with those under pasture,
the land use preceding planting establishment and remnant
rainforest, representing the theoretical endpoint of restoration.
We found that stable (humic) SOC content (HOC) was un-
changed after an average of 17 years since plantation estab-
lishment and not tracking towards recovery to pre-clearing
levels. Soil microbial enzyme efficiency, a measure of how
much C is retained versus lost to respiration during microbial
activity, displayed the same pattern as HOC, being similar in
pasture and plantings but significantly greater in rainforest
soil. While overall soil microbial composition and function
were significantly altered by plantings, the changes were not
convergent on those observed in rainforest in the timeframe
examined. The results do not support the hypothesis that plant-
ings rapidly induce a carbon cycle characterized by high micro-
bial efficiency and associated accumulation of stable SOC in
the form of HOC. We conclude that in this study, diverse res-
toration plantings with over 20 native tree species do not suc-
cessfully restore soil function within the first two decades.
The increase in total SOC with planting was entirely
accounted for by changes in POC (particulate organic C).
Because POC is considered a fast-turnover pool in contrast
to the more stable HOC [46, 68], the SOC signal may be a
poor reflection of long-term soil C sequestration outcomes
with land use change. HOC δ13C signatures indicate that com-
position of HOC under plantings has changed, displaying an
intermediate C4-C3 photosynthesis signal [69], yet the total
pool size remains unchanged. This points to a set of soil char-
acteristics constraining HOC pool size, and that those charac-
teristics would need to be restored before stable SOM can be
restored. In our study, more variation in HOC was explained
by soil microbial function and composition than by land use.
In particular, specific components of microbial function and
composition—enzyme efficiency and the ratio of gram-
positive to gram-negative bacteria—closely reflected the pat-
tern of HOC as both were enduring at pasture levels in soil
under plantings and substantially lower than in rainforest soils.
These observations amount to a strong correlation between
microbial traits and HOC, but causative associations be-
tween the two, if any, can only be speculated. If we specu-
late that the abovementioned constraint on HOC pool size is
microbial, then recovery of soil fertility and structure
through reforestation would depend in part upon restoration
of the soil microbial community.
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Fig. 2 Soil a nitrogen in humic
fraction (particle size ≤ 50 μm)
and b Colwell-extractable phos-
phorous under pasture, mixed
species plantings and reference
rainforest sites in tropical north-
eastern Australia. Error bars for
plantings represent standard error
of the mean, while errors bars for
the two other land uses represent
standard errors of difference from
revegetation (see the ‘Statistics’
subsection of the ‘Materials and
Methods’ section for more detail).
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Land use Site
Microbes
6.5% 17%
9.3%
9.3%
52%10%
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Residuals = 17%
Fig. 3 Variation partitioning Venn diagram depicting variation in soil
humic organic C (HOC; organic C with particle size below 50 μm)
explained by different land uses (old-growth forest, plantation, pasture;
left circle), sites (sampling locations; right circle) and soil microbial
function and composition combined (see earlier sections for detail;
bottom circle). The sum of numbers in a circle represents the proportion
of variation in HOC explained by that predictor. Numbers in overlapping
areas represent variation explained by both predictors equally. Numbers
outside of overlapping areas depict variation explained uniquely by a
predictor. ‘Residuals’ represents variation not explained by any of the
predictors. Note, the explained variance does not sum to 100% as an
artefact of the variance partitioning algorithm inherent to this analysis
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A coupling betweenmicrobial enzyme efficiency and HOC
coheres with mechanistic theory. As HOC seems to a large
extent to be composed of microbial necromass and residues
[26, 29], higher microbial efficiency is predicted to allow larg-
er inputs to HOC for a given quantity of plant C input. Shao
et al. [70] observed increases in microbial lipids and
necromass to predict future increases in SOC in a reforestation
chronosequence. A mechanism for the ratio of gram-positive
to gram-negative bacteria contributing to greater HOC is also
readily available. Compiling data from 20 long-term field ex-
periments, Schmidt et al. [71] estimated mean soil residence
time for gram-positive bacterial residues to be approximately
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Fig. 5 a Soil microbial enzyme efficiency and b bacterial gram-positive
to gram-negative biomass ratio across three tropical land uses in north-
eastern Australia. Enzyme efficiency is the quotient of fluorescein
diacetate hydrolysis (FDA-H per hour, a measure of total hydrolytic
enzyme activity) and respiration (mg CO2-C per hour), and the ratio of
gram-positive and gram-negative bacteria is calculated as a ratio of PLFA
markers for each bacterial group. Error bars for revegetation represent
standard error of the mean, while error bars for the two other land uses
represent standard errors of difference from revegetation (see the
‘Statistics’ subsection of the ‘Materials and Methods’ section for more
detail). Letters above bars represent Tukey’s honest significant
differences
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45 years, more than twice that of gram-negative bacteria and
even lignin, both of which average about 20 years, and similar
to the mean residence time of bulk SOM. Gram-positive bac-
teria contain more peptidoglycan in their cell walls than gram-
negative bacteria, a compound considered resistant to decom-
position because of its complex structure and unusual amino
acid composition [72, 73]. Peptidoglycan contains significant
amounts of D-isomer amino acids, which are more stable in
soil than their L-isomer counterparts [74]. Marine dissolved
organic nitrogen appears to be largely derived from peptido-
glycan, likely due to this stability [72]. Observations that sta-
ble SOM has a high content of amino compounds [75] may be
partially explained by peptidoglycan and its stable isomers.
Finally, we can speculate that a microbial community more
inclined to invest in C acquisition rather than nutrient acqui-
sition, as observed in our study under the old growth
rainforest, may spare investment in degrading SOM (which
has a lower C/N ratio) in favour of decomposing fresh plant
residues (which have a higher C/N ratio).
Our results necessitate refinement of the working model of
SOM formation. As stated above, themodel contends that a high
diversity of C substrates and minimal soil disturbance are likely
to confer increases in SOM. These two conditions were met by
the studied plantings. Indeed, aboveground native woody plant
richness of local plantings typically reach values similar to ref-
erence forest within 25 years [5] and strict selection criteria in
our study avoided sites with a history of tillage. Despite the
theoretically favourable conditions, stable SOM did not measur-
ably increase in the restoration plantings, and enzyme efficiency
was seemingly unchanged relative to baseline pasture. It is pos-
sible that limited floristic compositional convergence in the early
decades of reforestation [5, 12] may be a constraint to soil re-
covery [76]. For example, the restoration plantings, which tend
to include N-fixing tree species [5], may have been in a phase of
relative N-limitation sometimes demonstrated in tropical sec-
ondary succession [77], resulting in plant residues with low
average C/N compared to old-growth rainforests. This substrate
stoichiometric non-convergence may limit microbial conver-
gence, with microbial composition and function recovering rap-
idly after forest N-limitation (and the associated abundance ofN-
fixers) has fallen to old-growth levels. If we speculate more
generally that compositional recovery belowground and above-
ground are linked [78], and SOM recovery is in turn tied to
microbial recovery [29], then restoring aboveground biomass
and plant species richness may not be sufficient to restore soil.
Rather, aboveground compositional recovery may be a prereq-
uisite for rapid soil restoration.
Microbial communities were not recovered in our study after
almost two decades (on average) of diverse tree cover in the
humid tropics, a biome in which 20 years can be considered a
long rotation time for commercial plantations [79]. These find-
ings are novel for tropical ecological restoration plantings (un-
der which microbes have not to our knowledge been examined
with a resolution beyond biomass and respiration), but similar
to previous studies in temperate systems demonstrating that soil
microbial characteristics show signals of previous land use de-
cades after ecosystem restoration [22, 23]. Conceivably, recov-
ery of the soil microbial community might be limited in at least
two ways: (1) indirectly through deficiencies in the ecological
conditions provided by plantings or (2) directly via barriers to
dispersal that hinder assembly of a microbial community char-
acteristic of reference forest.
Two types of interventions might be feasible if recovery of
soil microbes is a prerequisite for soil restoration. These are con-
ceptually analogous to prebiotics (beneficial substrates) and
probiotics (beneficial microbes), used for manipulating mamma-
lian gut systems. First, the reinstatement of ecological conditions
(i.e. diverse litter substrates) that allow the desired microbial
community to form through competitive forces might best be
achieved by restoring aboveground composition of forest (i.e.
full complement of plant species). Previous work in the study
region and elsewhere shows that restoration plantings beget rapid
recovery of aboveground structure and diversity, but sluggish
compositional recovery [5, 12]. This is underpinned by slow
recovery of a predictable set of recruiting plant species as well
as overrepresentation of other species in plantings. These defi-
ciencies and biases could be addressed through improved selec-
tion of species for initial planting or later enrichment. Second,
direct inoculation with desired microbes to re-instate microbial
community composition could be used to overcome barriers to
dispersal. The effectiveness of soil microbial inoculation, much
like that of probiotics, remains unresolved [80, 81]. Soil trans-
plant and inoculation experiments aimed at accelerating micro-
bial recovery have so far seenmixed results [78, 82–85], but such
experiments remain rare. Both Wubs et al. [85] and van der Bij
et al. [78] found that soil inoculations had strong effects on tra-
jectories of plant community recovery, suggesting that potential
feedback cycles between aboveground composition and below-
ground composition may further complicate restoration efforts.
This is a direction of study warranting more research [86].
We focus on biological aspects of SOM recovery with re-
forestation, but physical and chemical aspects deserve atten-
tion. Soil texture and concentrations of reactive silicates, poly-
valent cations and metal oxides and ions constrain SOM for-
mation [26, 87, 88]. Although these factors are not strongly
affected by land use change [89], they may furnish a soil with
an upper limit of SOM concentration or alter the SOM re-
sponse to litter quality [35, 88]. In our study, background
variance in soil chemistry and physics was largely accounted
for by site selection, but restoration efforts ideally need to
consider them in advance of commencing intervention.
Conclusions
Our study presents a well-controlled comparison of tropical
soil responses to reforestation. We conclude that the
reestablishment of aboveground structure through reforesta-
tion is unlikely to be sufficient for belowground ecosystem
restoration within two decades, which in turn may be neces-
sary for full recovery of many of the ecosystem services
sought from forests, such as C sequestration. Strategies should
be developed that accelerate soil microbial recovery as a pri-
ority in building a toolkit to achieve holistic forest ecosystem
restoration. The apparent substantial time-lag for aboveground
and belowground recovery following forest re-establishment
further dissuades clearing of old-growth forest, as even high
cost ecological restoration plantations are unlikely to wholly
recover ecosystem functioning on a decadal timescale.
Acknowledgments We would like to thank the landholders of the sam-
pled sites for allowing us to abduct and examine soils from their land, and
Kerrilyn Catton for her invaluable technical assistance in the laboratory.
We also thank Susan Nuske for assistance in the field, and PeterMortimer
and Shi Ling Ling for logistical support. This study was funded by the
Australian National Soil Carbon Research Program, an Australian
Postgraduate Award for MTLB and a Student Research Award from the
Ecological Society of Australia (ESA). We would like to thank the ESA
for providing this opportunity and support.
Funding Information Open access funding provided by Swedish
University of Agricultural Sciences.
Compliance with Ethical Standards
Conflict of Interest The authors declare that they have no conflict of
interest.
Open Access This article is distributed under the terms of the Creative
Commons At t r ibut ion 4 .0 In te rna t ional License (h t tp : / /
creativecommons.org/licenses/by/4.0/), which permits unrestricted use,
distribution, and reproduction in any medium, provided you give
appropriate credit to the original author(s) and the source, provide a link
to the Creative Commons license, and indicate if changes were made.
References
2. Pan Y, Birdsey RA, Fang J et al (2011) A large and persistent
carbon sink in the world’s forests. Science 333:988–993
3. Gibson L, Lee TM, Koh LP, Brook BW, Gardner TA, Barlow J,
Peres CA, Bradshaw CJA, Laurance WF, Lovejoy TE, Sodhi NS
(2011) Primary forests are irreplaceable for sustaining tropical bio-
diversity. Nature 478:378–381
4. Bonner MTL, Schmidt S, Shoo LP (2013) A meta-analytical global
comparison of aboveground biomass accumulation between tropi-
cal secondary forests and monoculture plantations. For Ecol Manag
291:73–86
5. Shoo LP, Freebody K, Kanowski J, Catterall CP (2016) Slow re-
covery of tropical old-field rainforest regrowth and the value and
limitations of active restoration. Conserv Biol 30:121–132
6. Don A, Schumacher J, Freibauer A (2011) Impact of tropical land-
use change on soil organic carbon stocks—a meta-analysis. Glob
Chang Biol 17:1658–1670
7. Wei X, Shao M, Gale W, Li L (2014) Global pattern of soil carbon
losses due to the conversion of forests to agricultural land. Sci Rep
4:6–11
8. Schroth G, Vanlauwe B, Lehmann J (2004) Soil organic matter. In:
Trees, crops and soil fertility. CABI Publishing, pp 77–89
9. Smith OH, Petersen GW, Needelman BA (1999) Environmental
indicators of agroecosystems. Adv Agron 69:75–97
10. Kanowski J, Catterall CP (2010) Carbon stocks in above-ground
biomass of monoculture plantations, mixed species plantations and
environmental restoration plantings in north-east Australia. Ecol
Manag Restor 11:119–126
11. Kanowski J, Catterall CP, Wardell-Johnson GW, Proctor H, Reis T
(2003) Development of forest structure on cleared rainforest land in
eastern Australia under different styles of reforestation. For Ecol
Manag 183:265–280
12. Rodrigues RR, Lima RAF, Gandolfi S, Nave AG (2009) On the
restoration of high diversity forests: 30 years of experience in the
Brazilian Atlantic Forest. Biol Conserv 142:1242–1251
13. Paul M, Catterall CP, Pollard PC, Kanowski J (2010) Recovery of
soil properties and functions in different rainforest restoration path-
ways. For Ecol Manag 259:2083–2092
14. Richards AE, Dalal RC, Schmidt S (2007) Soil carbon turnover and
sequestration in native subtropical tree plantations. Soil Biol
Biochem 39:2078–2090
15. Li Y, Deng X, CaoM, Lei Y, Xia Y (2013) Soil restoration potential
with corridor replanting engineering in the monoculture rubber
plantations of Southwest China. Ecol Eng 51:169–177
16. England JR, Paul KI, Cunningham SC, Madhavan DB, Baker TG,
Read Z, Wilson BR, Cavagnaro TR, Lewis T, Perring MP,
Herrmann T, Polglase PJ (2016) Previous land use and climate
influence differences in soil organic carbon following reforestation
of agricultural land with mixed-species plantings. Agric Ecosyst
Environ 227:61–72
17. Cunningham SC, Metzeling KJ, Nally RM et al (2012) Changes in
soil carbon of pastures after afforestation with mixed species: sam-
pling, heterogeneity and surrogates. Agric Ecosyst Environ 158:
58–65
18. Gageler R, Bonner MTL, Kirchhof G, Amos M, Robinson N,
Schmidt S, Shoo LP (2014) Early response of soil properties and
function to riparian rainforest restoration. PLoS One 9:e104198
19. Martucci do Couto G, Eisenhauer N, Batista de Oliveira E et al
(2016) Response of soil microbial biomass and activity in early
restored lands in the northeastern Brazilian Atlantic Forest. Restor
Ecol 24:609–616
20. Finlay BJ, Maberly SC, Cooper JI (1997) Microbial diversity and
ecosystem function. Oikos 80:209–213
21. Nannipieri P, Ascher J, Ceccherini MT, Landi L, Pietramellara G,
Renella G (2003) Microbial diversity and soil functions. Eur J Soil
Sci 54:655–670
22. Fraterrigo JM, Balser TC, Turner MG (2006)Microbial community
variation and its relationship with nitrogen mineralization in histor-
ically altered forests. Ecology 87:570–579
23. Fichtner A, von Oheimb G, Härdtle W, Wilken C, Gutknecht JLM
(2014) Effects of anthropogenic disturbances on soil microbial
communities in oak forests persist for more than 100 years. Soil
Biol Biochem 70:79–87
24. Hanson CA, Allison SD, Bradford MA, Wallenstein MD, Treseder
KK (2008) Fungal taxa target different carbon sources in forest soil.
Ecosystems 11:1157–1167
25. Fontaine S, Barot S (2005) Size and functional diversity of microbe
populations control plant persistence and long-term soil carbon ac-
cumulation. Ecol Lett 8:1075–1087
440 Bonner M. T. L. et al.
1. Keenan RJ, Reams GA, Achard F, de Freitas JV, Grainger A,
Lindquist E (2015) Dynamics of global forest area: results from
the FAO global forest resources assessment 2015. For Ecol
Manag 352:9–20
26. Cotrufo MF, Wallenstein MD, Boot CM, Denef K, Paul E (2013)
The Microbial Efficiency-Matrix Stabilization (MEMS) framework
integrates plant litter decomposition with soil organic matter stabi-
lization: do labile plant inputs form stable soil organic matter? Glob
Chang Biol 19:988–995
27. Grandy AS, Neff JC (2008) Molecular C dynamics downstream:
the biochemical decomposition sequence and its impact on soil
organic matter structure and function. Sci Total Environ 404:297–
307
28. Miltner A, Kindler R, Knicker H, Richnow HH, Kästner M (2009)
Fate of microbial biomass-derived amino acids in soil and their
contribution to soil organic matter. Org Geochem 40:978–985
29. Kallenbach CM, Grandy AS, Frey SD (2016) Direct evidence for
microbial-derived soil organic matter formation and its ecophysio-
logical controls. Nat Commun 7(13630):1–10
30. Miltner A, Bombach P, Schmidt-Brücken B, Kästner M (2012)
SOM genesis: microbial biomass as a significant source.
Biogeochemistry 111:41–55
31. Bonner MTL, Shoo LP, Brackin R, Schmidt S (2018) Relationship
between microbial composition and substrate use efficiency in a
tropical soil. Geoderma 315:96–103
32. Six J, Feller C, Denef K, Ogle SM, de Moraes Sa JC, Albrecht A
(2002) Soil organic matter, biota and aggregation in temperate and
tropical soils—effects of no-tillage. Agronomie 22:755–775
33. Jones AR, Orton TG, Dalal RC (2016) The legacy of cropping
history reduces the recovery of soil carbon and nitrogen after con-
version from continuous cropping to permanent pasture. Agric
Ecosyst Environ 216:166–176
34. Khan SA, Mulvaney RL, Ellsworth TR, Boast CW (2007) The
myth of nitrogen fertilization for soil carbon sequestration. J
Environ Qual 36:1821–1832
35. Castellano MJ, Mueller KE, Olk DC, Sawyer JE, Six J (2015)
Integrating plant litter quality, soil organic matter stabilization,
and the carbon saturation concept. Glob Chang Biol 21:3200–3209
36. Amin BAZ, Chabbert B, Moorhead D, Bertrand I (2014) Impact of
fine litter chemistry on lignocellulolytic enzyme efficiency during
decomposition of maize leaf and root in soil. Biogeochemistry 117:
169–183
37. Fanin N, Bertrand I (2016) Aboveground litter quality is a better
predictor than belowground microbial communities when estimat-
ing carbon mineralization along a land-use gradient. Soil Biol
Biochem 94:48–60
38. Manzoni S, Taylor P, Richter A, Porporato A, Ågren GI (2012)
Environmental and stoichiometric controls on microbial carbon-
use efficiency in soils. New Phytol 196:79–91
39. Brackin R, Robinson N, Lakshmanan P, Schmidt S (2013)
Microbial function in adjacent subtropical forest and agricultural
soil. Soil Biol Biochem 57:68–77
40. Inselsbacher E, Ripka K, Klaubauf S, Fedosoyenko D, Hackl E,
Gorfer M, Hood-Novotny R, von Wirén N, Sessitsch A,
Zechmeister-Boltenstern S, Wanek W, Strauss J (2009) A cost-
effective high-throughput microcosm system for studying nitrogen
dynamics at the plant-microbe-soil interface. Plant Soil 317:293–
307
41. Rowell MJ (1995) Colorimetric method for CO2 measurement in
soils. Soil Biol Biochem 27:373–375
42. Campbell CD, Chapman SJ, Cameron CM,DavidsonMS, Potts JM
(2003) A rapid microtiter plate method to measure carbon dioxide
evolved from carbon substrate amendments so as to determine the
physiological profiles of soil microbial. Appl Environ Microbiol
69:3593–3599
43. Adam G, Duncan H (2001) Development of a sensitive and rapid
method for the measurement of total microbial activity using fluo-
rescein diacetate (FDA) in a range of soils. Soil Biol Biochem 33:
943–951
44. Wickings K, Grandy AS, Reed SC, Cleveland CC (2012) The ori-
gin of litter chemical complexity during decomposition. Ecol Lett
15:1180–1188
45. Sinsabaugh RL, Carrerio MM, Repert DA (2002) Allocation of
extracellular enzymatic activity in relation to litter composition, N
deposition, and mass loss. Biogeochemistry 60:1–24
46. Skjemstad JO, Spouncer LR, Cowie B, Swift RS (2004) Calibration
of the Rothamsted organic carbon turnover model (RothC ver.
26.3), using measurable soil organic carbon pools. Aust J Soil
Res 42:79–88
47. Baldock J, Sanderman J, Macdonald L et al (2013) Quantifying the
allocation of soil organic carbon to biologically significant frac-
tions. Soil Res 51:561–576
48. Peri PL, Ladd B, Pepper DA, Bonser SP, Laffan SW, Amelung W
(2012) Carbon (δ13C) and nitrogen (δ15N) stable isotope compo-
sition in plant and soil in Southern Patagonia’s native forests. Glob
Chang Biol 18:311–321
49. Rayment GE, Lyons DJ (2011) Soil chemical methods—
Australasia. CSIRO Publishing, Collingwood
50. Bossio DA, Scow KM (1998) Impacts of carbon and flooding on
soil microbial communities: phospholipid fatty acid profiles and
substrate utilization patterns. Microb Ecol 35:265–278
51. Frostegard A, Baath E (1996) The use of phospholipid fatty acid
analysis to estimate bacterial and fungal biomass in soil. Biol Fertil
Soils 22:59–65
52. Wilkinson SC, Anderson JM, Scardelis SP et al (2002) PLFA pro-
files of microbial communities in decomposing conifer litters sub-
ject to moisture stress. Soil Biol Biochem 34:189–200
53. Frostegard A, Baath E, Tunlid A (1993) Shifts in the structure of
soil microbial communities in limed forests as revealed by phos-
pholipid fatty acid analysis. Soil Biol Biochem 25:723–730
54. Anderson T-H (2003) Microbial eco-physiological indicators to
asses soil quality. Agric Ecosyst Environ 98:285–293
55. Wardle DA, Ghani A (1995) A critique of the microbial metabolic
quotient (qCO2) as a bioindicator of disturbance and ecosystem
development. Soil Biol Biochem 27:1601–1610
56. Oksanen J, Blanchet F, Kindt R, et al (2016) Vegan: community
ecology package. R package version 2.3–5
57. Barton K (2016) MuMIn: multi-model inference. R package ver-
sion 1.15.6
58. Hothorn T, Bretz F, Westfall P (2008) Simultaneous inference in
general parametric models. Biom J 50:346–363
59. Wickham H (2009) ggplot2: elegant graphics for data analysis
60. Fox J, Weisberg S (2011) An {R} companion to applied regression,
Second. Sage, Thousand Oaks
61. Wickham H (2011) The split-apply-combine strategy for data anal-
ysis. J Stat Softw 40:1–29
62. Leff JW, Nemergut DR, Grandy AS, O’Neill SP, Wickings K,
Townsend AR, Cleveland CC (2012) The effects of soil bacterial
community structure on decomposition in a tropical rain forest.
Ecosystems 15:284–298
63. Peres-Neto PR, Jackson DA (2001) How well do multivariate data
sets match? The advantages of a procrustean superimposition ap-
proach over the Mantel test. Oecologia 129:169–178
64. Lisboa FJG, Peres-Neto PR, Chaer GM et al (2014) Much beyond
Mantel: bringing procrustes association metric to the plant and soil
ecologist’s toolbox. PLoS One 9:1–9
65. Guillot G, Rousset F (2013) Dismantling the Mantel tests. Methods
Ecol Evol 4:336–344
66. Legendre P, Gallagher ED (2001) Ecologically meaningful trans-
formations for ordination of species data. Oecologia 129:271–280
67. Borcard D, Legendre P, Drapeau P (1992) Partialling out the spatial
component of ecological variation. Ecology 73:1045–1055
68. Stockmann U, AdamsMA, Crawford JW, Field DJ, Henakaarchchi
N, Jenkins M, Minasny B, McBratney AB, Courcelles VR, Singh
K, Wheeler I, Abbott L, Angers DA, Baldock J, Bird M, Brookes
Tropical Rainforest Restoration Plantations Are Slow to Restore the Soil Biological and Organic Carbon... 441
PC, Chenu C, Jastrow JD, Lal R, Lehmann J, O’Donnell AG,
Parton WJ, Whitehead D, Zimmermann M (2013) The knowns,
known unknowns and unknowns of sequestration of soil organic
carbon. Agric Ecosyst Environ 164:80–99
69. Kohn MJ (2010) Carbon isotope compositions of terrestrial C3
plants as indicators of (paleo)ecology and (paleo)climate. Proc
Natl Acad Sci 107:19691–19695
70. Shao P, Liang C, Lynch L, Xie H, Bao X (2019) Reforestation
accelerates soil organic carbon accumulation: evidence frommicro-
bial biomarkers. Soil Biol Biochem 131:182–190
71. Schmidt MWI, Torn MS, Abiven S, Dittmar T, Guggenberger G,
Janssens IA, Kleber M, Kögel-Knabner I, Lehmann J, Manning
DAC, Nannipieri P, Rasse DP, Weiner S, Trumbore SE (2011)
Persistence of soil organic matter as an ecosystem property.
Nature 478:49–56
72. McCarthy MD, Hedges JI, Benner R (1998) Major bacterial contri-
bution to marine dissolved organic nitrogen. Science 281:231–234
73. Strickland MS, Rousk J (2010) Considering fungal: bacterial dom-
inance in soils - methods, controls, and ecosystem implications. Soil
Biol Biochem 42:1385–1395
74. Vranova V, Zahradnickova H, Janous D, Skene KR, Matharu AS,
Rejsek K, Formanek P (2012) The significance of D-amino acids in
soil, fate and utilization by microbes and plants: review and identi-
fication of knowledge gaps. Plant Soil 354:21–39
75. Knicker H (2011) Soil organic N - an under-rated player for C
sequestration in soils? Soil Biol Biochem 43:1118–1129
76. Carney KM, Matson PA (2006) The influence of tropical plant
diversity and composition on soil microbial communities. Microb
Ecol 52:226–238
77. Davidson EA, de Carvalho CJR, Figueira AM, Ishida FY, Ometto
JPHB, Nardoto GB, Sabá RT, Hayashi SN, Leal EC, Vieira ICG,
Martinelli LA (2007) Recuperation of nitrogen cycling in
Amazonian forests following agricultural abandonment. Nature
447:995–998
78. van der Bij AU, Weijters MJ, Bobbink R et al (2018) Facilitating
ecosystem assembly: plant-soil interactions as a restoration tool.
Biol Conserv 220:272–279
442 Bonner M. T. L. et al.
79. Montagnini F, Porras C (1998) Evaluating the role of plantations as
carbon sinks: an example of an integrative approach from the humid
tropics. Environ Manag 22:459–470
80. Aureli P, Capurso L, Castellazzi AM, Clerici M, Giovannini M,
Morelli L, Poli A, Pregliasco F, Salvini F, Zuccotti GV (2011)
Probiotics and health: an evidence-based review. Pharmacol Res
63:366–376
81. Sun B, Wang F, Jiang Y, Li Y, Dong Z, Li Z, Zhang XX (2014) A
long-term field experiment of soil transplantation demonstrating the
role of contemporary geographic separation in shaping soil micro-
bial community structure. Ecol Evol 4:1073–1087
82. Yergeau E, Bell TH, Champagne J et al (2015) Transplanting soil
microbiomes leads to lasting effects on willow growth, but not on
the rhizosphere microbiome. Front Microbiol 6:1–14
83. Requena N, Perez-Solis E, Azcon-Aguilar C, Jeffries P, Barea JM
(2001) Management of indigenous plant-microbe symbioses aids
restoration of desertified ecosystems. Appl Environ Microbiol 67:
495–498
84. Calderón K, Spor A, Breuil M-C, et al (2017) Effectiveness of
ecological rescue for altered soil microbial communities and func-
tions. ISME J 11:272–283
85. Wubs ERJ, van der PuttenWH, BoschM, Bezemer TM (2016) Soil
inoculation steers restoration of terrestrial ecosystems. Nat Plants 2:
16107
86. Harris J (2009) Soil microbial communities and restoration ecolo-
gy: facilitators or followers? Science 325:573–574
87. Lutzow MV, Kogel-Knabner I, Ekschmitt K et al (2006)
Stabilization of organic matter in temperate soils: mechanisms
and their relevance under different soil conditions—a review. Eur
J Soil Sci 57:426–445
88. Feller C, Beare MH (1997) Physical control of soil organic matter
dynamics in the tropics. Geoderma 79:69–116
89. Chen F, Zheng H, Zhang K, Ouyang Z, Lan J, Li H, Shi Q (2013)
Changes in soil microbial community structure and metabolic ac-
tivity following conversion from native Pinus massoniana planta-
tions to exotic Eucalyptus plantations. For Ecol Manag 291:65–72
